were harvested for measurement of (a) relative growth rate, (b) leaf dry matter content (LDMC) and (c) specific leaf area (SLA). LDMC and SLA were used to calculate (d) leaf thickness as described by Vile et al. (2005) . Values are mean ± SD (n=8). Asterisks indicate significant differences (Student's t-test) from wild-type. *p<0.05, ***p<0.001. C-starved 9-d-old seedlings were incubated with 0.6 mM cordycepin for 1 h before addition of sucrose (15 mM final concentration). Control samples were not treated with cordycepin. Samples were harvested before and 3 h after sucrose addition for measurement of TPS, TPP and TRE transcript abundance by RT-qPCR. No transcripts were detected for TPS3, which is thought to be a pseudogene (Lunn, 2007) . Values are mean ± S.D. (n = 4). Samples were from the same experiment shown in Fig. 6 . ND, not detected. Figure S12 . Effect of protein kinase and protein phosphatase inhibitors on sucroseinduced changes in the Tre6P content of Arabidopsis thaliana seedlings. C-starved 9-d-old seedlings were incubated with 1 µM staurosporine, 1 µM K252a, 167 nM okadaic acid, 55 nM calyculin A for 1 h before supplying sucrose (final concentration 15 mM). Control seedlings were incubated with no inhibitor, or with 14 mM DMSO as solvent control. Samples were harvested before and 75 min or 3 h after sucrose addition for metabolite measurements. Values are mean ± S.D. (n = 4). Significant differences (Student's t-test) between the inhibitor-treated seedlings and the respective controls are indicated by asterisks: *p < 0.05; **p < 0.01. Table S2 . Effect of α-amanitin and cordycepin on transcript levels of sucroseinducible genes. C-starved 9-d-old Arabidopsis thaliana seedlings were incubated with 20 µM α-amanitin or 0.6 mM cordycepin for 1h before addition of sucrose (15 mM final concentration). Table S4 . Analysis of commercially supplied trehalose-6-phosphate. Trehalose-6-phosphate (dipotassium salt; "95% purity"; Lot 124K3787) was obtained from Sigma-Aldrich Chemie GmbH (Taufkirchen, Germany). A nominally 1 mM solution in water was analysed by Fourier transform mass spectrometry in negative ion mode (Giavalisco et al., 2008, Anal. Chem . 80; 9417-25 
